Characterization of the bacterial community in Haemaphysalis longicornis (Acari: Ixodidae) throughout developmental stages.
As one of the most important vectors, Haemaphysalis longicornis can transmit a variety of pathogens and is widely distributed in China. It has been reported that the bacterial community in ticks can impact tick fitness, development, and reproduction and even the transmission of tick-borne pathogens. In this study, bacterial diversity across all developmental stages (eggs, larvae, nymphs and adults) of H. longicornis was investigated using high-throughput sequencing technology. The results demonstrated that Proteobacteria was the dominant phylum and that Coxiella was the most abundant bacterial genus across all the samples. Alpha diversity analysis demonstrated that the eggs had the highest bacterial richness and diversity, and the bacterial community of the larvae was found to be similar to that of the eggs. However, there was a rapid increase in the relative abundance of Coxiella upon development of larvae to nymphs. Females exhibited the lowest bacterial diversity, and the proportion of Coxiella decreased from 85% in females to 45% in males. Our results suggest that H. longicornis lost most of the bacteria present in the early developmental stages and re-established the bacterial community after bloodmeals and molting.